Understanding patterns of diversity in space is a pivotal issue in ecology, since species loss and the relationship between biodiversity and ecosystem functioning have become central aspects of conser vation biology and ecology (e.g. Hooper et al. 2005) . Using a number of published datasets on phyto-and zooplankton in the Baltic Sea, Telesh et al. (2011) try to approximate patterns of total taxon richness along the salinity gradient by binning taxa within arbitrary salinity bands. Their analysis results in a hump-shaped diversity pattern for protist plankton along the freshwater-marine continuum, implying maximum diversity at intermediate salinities. Telesh et al. (2011) thereby challenge the concept of an 'Artenminimum' (minimum diversity at intermediate salinities) first described for macrozoobenthos in the Baltic Sea by Remane (1934; 'Remane's curve'). The analysis by Telesh et al. (2011) , however, is biased because the authors (1) pool species lists within salinity bands, thereby creating patterns which may be due to methodology, and (2) Furthermore, richness of protist plankton was estimated by pooling all taxa within arbitrary salinity bands (Telesh et al. 2011, their Figs. 2B,C & 4) . This leads to an obvious correlation between sampling effort and species richness, especially evident in Fig. 2C (compare lines and bars). The peak seen in diversity thus seems to stem largely from the peak in sampling effort at intermediate salinities. Conversely, it should be obvious that no estimates can be given for salinities outside the range of observation. However, Telesh et al. (2011) extrapolate beyond the salinity range covered by Sagert et al. (2008) , and indeed predict zero diversity at salinities > 28 (Fig. 2C) .
While it may be true that the frequency of salinities in Sagert et al. (2008) Table 1 ).
Essentially, Telesh et al (2011) suggest that plankton diversity along the Baltic salinity gradient correlates with the size of the area having a given salinity; correspondingly, there is maximum diversity at intermediate salinity, which is the salinity of its largest basin, the Baltic Proper. This would confirm the existence of a positive species-area relationship: the total number of phytoplankton species increases with the surface area of the system (Smith et al. 2005) . Furthermore, such a pattern fits well with the null hypothesis that salinity itself has no effect on plankton diversity.
A proper analysis of plankton diversity across the Baltic Sea has to be based on a spatially representative dataset. This should encompass 2 steps: (1) Analysis of changes in community composition along the salinity gradient (e.g. Olli et al. 2011) -this may lead to the identification of 'biogeographic provinces' with regard to plankton diversity; (2) rarefaction analysis of the regions thus identified (Gotelli & Colwell 2001) , and calculation of the cumulative species richness in a given area or basin, based on species-area curves. 
